The morphological and physiological characteristics of 20 strains of motile, gram-negative, yellow-pigmented oxidative bacilli (groups VE-1 and VE-2) isolated in clinical bacteriology are described. Electron micrographs demonstrate the polar multitrichous flagella of group VE-1 and polar monotrichous flagella of group VE-2. Data obtained from guanine plus cytosine ratio studies of 56.8% for VE-1 and 68.9% for VE-2 further distinguish the two groups of bacteria.
The morphological and physiological characteristics of 20 strains of motile, gram-negative, yellow-pigmented oxidative bacilli (groups VE-1 and VE-2) isolated in clinical bacteriology are described. Electron micrographs demonstrate the polar multitrichous flagella of group VE-1 and polar monotrichous flagella of group VE-2. Data obtained from guanine plus cytosine ratio studies of 56.8% for VE-1 and 68.9% for VE-2 further distinguish the two groups of bacteria.
In 1972, Weaver et al. (13) applied the designations VE-1 and VE-2 to gram-negative, yellow-pigmented oxidative bacilli resembling pseudomonads. Oxidative microorganisms with similar physiological features were previously designated Chromobacterium typhiflavum by Pickett and Pedersen (9) . Strains with characteristics attributed to the VE-1 and VE-2 groups have occasionally been recovered from clinical material, but their role as pathogens in man remains questionable (8) . Because the strains comprising these groups have features similar to those of other yellow-pigmented pseudomonads and xanthomonads encountered in clinical specimens, morphological, physiological, and guanine plus cytosine (G+C) ratio studies were undertaken to define the characteristics of these bacteria. This paper reports on these studies.
MATERIALS AND METHODS DNA isolation. Bacteria were grown overnight at 37 C with continuous shaking in 50 ml of brain heart infusion broth (Difco) in 250-ml Erlenmeyer flasks. Cells were collected by centrifugation, resuspended in 0.1 M NaCl-0.1 M sodium ethylenediaminetetraacetate at pH 8.0 (SV), and lysed at 55 C with 1% (wt/vol) sodium dodecyl sulfate. The lysate was cooled to 5 C and deproteinized by shaking with a volume of freshly distilled phenol saturated with SV and adjusted to pH 8 .0 with NaOH plus 1 volume of CHCl3-isoamyl alcohol (24 to 1 by volume). The aqueous phase was separated by centrifugation at 5,000 x g for 10 min at 5 C, and the nucleic acids were collected by spooling on a glass rod after the addition of 2 volumes of 95% ethanol. The fibers were washed free of phenol in sequential rinses of 70% ethanol, drained, air dried, and redissolved in a minimal amount of 15 mM NaCl containing 1.5 (Fig. 1) , were identical to the characteristics attributed to group VE-2 strains. Ten strains, including C. typhiflavum strain K224 (Fig. 2) , were similar to the features attributed to group VE-1 strains. Tatum et al. (12) believe that the differences between these groups are sufficient to warrant their acceptance as separate species.
There appears to be some confusion, however, as to the use of Chromobacterium, since the genus has been defined as containing members which produce a violet pigment, are both oxidative and fermentative with regard to carbohydrate utilization, and demonstrate both polar monotrichous as well as peritrichous flagella (11) . In addition, the designation Bacterium typhiflavum (2) was first applied to yellow-pigmented fermentative bacilli which were subsequently demonstrated to be members of the genus Erwinia (5) .
Group VE strains and xanthomonads (group IIK) (12) share common morphological and biochemical features; however, group VE strains are distinguished from xanthomonads since the latter do not attack polyalcohols and are usually indophenol oxidase positive.
As a result of this study, the clinical isolates and strains previously designated C. typhiflavum by earlier investigators were found to be similar to strains of the VE group. Data obtained from G+C ratio studies of 56.8% for VE-1 and 66.9% for VE-2 separate the two groups (Table 3 ). The latter values are close to those reported for Chromobacterium lividum, C. violaceum, and for many species of Pseudomonas, whereas the 56.8% G+C is at the lower limits of the range for Pseudomonas. The conclusion can be drawn that the VE-1 and VE-2 groups represent two different genospecies with a low probability of any significant number of identical genes.
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